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Ce_NPAX-3          -----------------------------------------------------------------------------------------------------MLDVHCCDHEQCGSSVIDLSTPHTLQRDFNNWLNGIEVP
Ce_NPAX-4          --------------------------------------------------------------------------------------------------------MMSPSIFPPINFLFQ-NSALLSSFAAQKALSNGHPS
Acey_NPAX-4        ---------------------------------------------------------------------------------------------------------MHPAAAQLQQFFLPRMSSTYENDLAMRLQADATTP
Ce_NPAX-1          ----------------------------------------------------------------------------------------------------------------------------MLPQIHQHTHFPVSTN
Ce_NPAX-2          -----------------------------------------------------------------------------------MDEPVIDTSTPESLERDFMAWLNSDPTNTPIRKSVYHSSDSIAPALISQFTDAFEAG
Dm_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Md_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Cc_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Ac_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC37735        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX1            ----------------------------------------------------------------------------------MKFTLGLGSRAWRVSWEGAAAAAAGPGAGGSALRCRAQRVSSPRLGRRGSRLSGALPL
Mm_Pax1            ----------------------------------------------------------------------------------MKFTLGLGSRAWRVSWERAAAAAAGPGAGGALGSG-SLR----VSSRRGPRLARALPL
Hs_PAX9            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax9            --------------------------------------------------------------------------------------------------------------------------------------------
Eb_Pax1/9          --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax1            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC39574        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxm            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Sv              -----MLIMDIQTSTHHIHGLGTHELQHRILHPHILHSTQEETLNTSTGQLEHDSQHLQQHHLTHHQQQDVSPTLHNLQNTRTGDSLSTTINTNQNQHGHQHLSGSNMYTSSQMEDKSKANKYDEYSSRTLSNISDANTT
Sk_Pax2            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC36239        -----------------------------------------------------------------------------------------------------------------------------------------MRL
Hs_PAX2            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax2            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX5            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax5            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX8            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax8            --------------------------------------------------------------------------------------------------------------------------------------------
Bf_Pax2/5/8        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX3            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax3            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX7            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax7            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC41820        ----------------------------------------------------------------------------------------------------------------------------------------MFGF
Sk_LOC100371646    --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Gsb             --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Gsbn            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Prd             --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX4            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax4            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX6            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Bf_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Dr_Pax10           --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Toy             --------------------------------------------------------------------------------------------------------------------------------------------
Od_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Ey              ----------------------------------------------------------------------------------------------------------------------------MRNLPCLGTAGGSGLG
Dpse_Ey            --------------------------------------------------------------------------------------MFTLQPTPTAISTVVPPWSAGTLIERLPSLEEMAHKDNVIAMRNLPCLSTASGS
Cg_EKC31583        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Eyg             ----------------------------------------------------MLIEPTLNRDLGSLTVANSGLSAAHWKM---EPHPQRITSLAPHASSVAAASVAAAAAAAAA----AAAAAAGAGSGAVAGGGGAT--
Md_Eyg             ----------------------------------------------------MLIESGINRDFGSIAPGSFN-IPAHWKM---DP--PRIPALNTPA----AANVAGAM-------------------------------
Dm_Toe             --------------------------------------------------MATSTSPGPTRTTAAIRVSLPGAAP-----------AIPATA-------TAGSQSPGAIMPMAAVPLPSHLQLLGSSAGGVGQPAAITPV
Am_Eyg             ----------------------MMIGGGVATPPGTAKSVAAID--SEMVQVDGIGSGSVSGSASGSGSPATGATTTRIAN-----SNNVGGNNNNNNNNGDVANNNNNNNEGHAVVNCGSGPGAPLTDKFCCHDDDAPVS
Cbir_X777_10953    ----------------------MMIGGGVATPPGTAKSAAAID--GEMVQVDGIGSGSVSGSASGSGSPATGATTTRLTNN--TNNGNNSNSNNNNNNNNNNGDVSNNNNDGHGVANCAGTTAASAGDKFCCQDDDVPAS
Nvit_Eyg           -----------------------MIGGGVATPPGQAKSAAAACELPQNHQESAAAKATTMLLEDRIGSASVSSAGASAAEPTSPLRTNSREDSNNNNNNNSNNNNNSGNHSSGNSSNDEETTTAQTTRRKCNSSGGSREE
Apis_LOC100165522  ------------------------------------------------------------------------------------------------------------------------------MANSTSVTKCTDFS
Sk_Eygone          --------------------------------------------------------------------------------------------------------------------------------------------
Spur_LOC574563     --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC38178        --------------------------------------------------------------------------------------------------------------------------------------------
Ce_EYG-1           --------------------------------------------------------------------------------------------------------------------------------------------
Crem_EYG-1         --------------------------------------------------------------------------------------------------------------------------------------------

Sup. Fig. S5 Sequence alignment of selected PRD class proteins 
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Ce_NPAX-3          NSYESQQSDSSSSVDESGSKTSSPTSMQQNPSQDGRK-NRKKGTNLYGRPYCPGRPLS-----------------------------MEERTRIIQLHNN--GMKV-NAISKSLC---ISHGCVSKII-SRFRATGVLLP
Ce_NPAX-4          GSSLAALEKLSKAFRRPDLHIEKLASSCIDKQKDLKMTNVVPSRNRYGRPYISGRPLL-----------------------------TCDRQKIVECYKK--GMKK-IHIAKQLG---ITHSCVSKVL-RRYAETGEIVA
Acey_NPAX-4        HMENSSLNNLLMLESFAQSLSPRNPIMEAAVPSQPLLNVPYPSRNRYGRPYISGRPLL-----------------------------TCDRQKIVQLFEN--GMKK-IHIAKQLG---ITHSCVSKVL-RKYQDTGMVEA
Ce_NPAX-1          GSTGSPPNNTLPPPIIPYSLLSAFYSLSSANISTSPEINEGEKVKAVGRSYNPGRPLC-----------------------------LEDRKKIVRLYEE--GCRV-SHIARLIG---VTHSCVSKIM-SRYRRTGSVQP
Ce_NPAX-2          MYNPYYYPDTSDSGSPSSLSCSSLDYDVPPPPQYEKDVARSSGRNQLGRTYSPGLPLS-----------------------------MCEREEIVKLFQG--GWKI-CDISKRLC---VTHSCVSKIL-NRYRQTGSVKP
Dm_Poxn            -----------------------------------MPHTGQAGVNQLGGVFVNGRPLP-----------------------------DCVRRRIVDLALC--GVRP-CDISRQLL---VSHGCVSKIL-TRFYETGSIRP
Md_Poxn            -----------------------------------MPHTGQAGVNQLGGVFVNGRPLP-----------------------------DCVRRRIVELALC--GVRP-CDISRQLL---VSHGCVSKIL-TRFYETGSIRP
Cc_Poxn            -----------------------------------MPHTGQAGVNQLGGVFVNGRPLP-----------------------------DCVRHRIVQLALC--GVRP-CDISRQLL---VSHGCVSKIL-TRFYETGSIRP
Sk_Poxn            -----------------------------------MPHTGQAGVNQLGGVFVNGRPLP-----------------------------DFIRARIVELAHL--GVRP-CDISRQLL---VSHGCVSKIL-TRYYETGSIRP
Ac_Poxn            -----------------------------------MPHTGQTGVNQLGGVFVNGRPLP-----------------------------EHVRRRIVELAQM--GVRP-CDISRQLL---VSHGCVSKIL-TRFYETGSIKP
Cg_EKC37735        ---------------------------------MDPLQWGQTGVNQLGGVFVNGRPLP-----------------------------EHVRRRIVELAHM--GVRP-CDISRQLL---VSHGCVSKIL-TRYYETGSIKP
Hs_PAX1            CLSRGGGGAQALPDCAGPSPGHPGHPGARQLAGPLAMEQTYGEVNQLGGVFVNGRPLP-----------------------------NAIRLRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Mm_Pax1            CLSG-GGGARALPDCAGPSPRR---SGARQLAGPRAMEQTYGEVNQLGGVFVNGRPLP-----------------------------NAIRLRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Hs_PAX9            ------------------------------------MEPAFGEVNQLGGVFVNGRPLP-----------------------------NAIRLRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Mm_Pax9            ------------------------------------MEPAFGEVNQLGGVFVNGRPLP-----------------------------NAIRLRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Eb_Pax1/9          ------------------------------------MDQTFGEVNQLGGVFVNGRPLP-----------------------------NAIRIRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Sk_Pax1            --------------------------------MHYGMEQTFGEVNQLGGVFVNGRPLP-----------------------------NGIRLRIVELAQL--GIRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Cg_EKC39574        -----------------------------MRKLLDTEQSTFGEVNQLGGVFVNGRPLP-----------------------------NAIRLRIVELAQL--GVRP-CDISRQLR---VSHGCVSKIL-ARYNETGSILP
Dm_Poxm            -------------------------------MDPESQCPQYGEVNQLGGVFVNGRPLP-----------------------------NATRMRIVELARL--GIRP-CDISRQLR---VSHGCVSKIL-ARYHETGSILP
Dm_Sv              PSANNFITQSQGIEWITAMNDIQNGAEDSHSSQGSISGDGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHN--GVRP-CDISRQLR---VSHGCVSKIL-SRYYETGSFKA
Sk_Pax2            --------------------------------MPQSGRSGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVDLAHS--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Cg_EKC36239        DFFSKAGIGLETMQNTWAGPYGPPTFPYQLQPRAYDVFAGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Hs_PAX2            ------------------------MDMHCKADPFSAMHPGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Mm_Pax2            ------------------------MDMHCKADPFSAMH-RHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Hs_PAX5            ------------------------MDLEKNYPTPRTSRTGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Mm_Pax5            ------------------------MDLEKNYPTPRTIRTGHGGVNQLGGVFVNGRPLP-----------------------------DVVRQRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIKP
Hs_PAX8            -------------------------------MPHNSIRSGHGGLNQLGGAFVNGRPLP-----------------------------EVVRQRIVDLAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIRP
Mm_Pax8            -------------------------------MPHNSIRSGHGGLNQLGGAFVNGRPLP-----------------------------EVVRQRIVDLAHQ--GVRP-CDISRQLR---VSHGCVSKIL-GRYYETGSIRP
Bf_Pax2/5/8        ------------------MDRMTTMASMGSMQQHHGDSGGHGGVNQLGGVYVNGRPLP-----------------------------DVVRHRIVELAHQ--GVRP-CDISRQLR---VSHGCVSKIL-RRYYETGSIKP
Hs_PAX3            ------MTTLAGAVPRMMRPGPGQNYPRSGFPLEVSTPLGQGRVNQLGGVFINGRPLP-----------------------------NHIRHKIVEMAHH--GIRP-CVISRQLR---VSHGCVSKIL-CRYQETGSIRP
Mm_Pax3            ------MTTLAGAVPRMMRPGPGQNYPRSGFPLEVSTPLGQGRVNQLGGVFINGRPLP-----------------------------NHIRHKIVEMAHH--GIRP-CVISRQLR---VSHGCVSKIL-CRYQETGSIRP
Hs_PAX7            ------MAALPGTVPRMMRPAPGQNYPRTGFPLEVSTPLGQGRVNQLGGVFINGRPLP-----------------------------NHIRHKIVEMAHH--GIRP-CVISRQLR---VSHGCVSKIL-CRYQETGSIRP
Mm_Pax7            ------MAALPGAVPRMMRPGPGQNYPRTGFPLEVSTPLGQGRVNQLGGVFINGRPLP-----------------------------NHIRHKIVEMAHH--GIRP-CVISRQLR---VSHGCVSKIL-CRYQETGSIRP
Cg_EKC41820        VNGFGVYLINEERLIVRYPTAMFSYHLAALGLMPSFQMEGQGRVNQLGGVFINGRPLP-----------------------------NHIRLKIVELAAQ--GVRP-CVISRQLR---VSHGCVSKIL-QRYQETGSIRP
Sk_LOC100371646    -----------------------MIQPGRSFAAPGFPLEGQGRMNQLGGLFINGRPLP-----------------------------NHIRYKIVEMAHQ--GIRP-CQISRTLR---VSHGCVSKIL-CRYQETGSIRP
Dm_Gsb             ---------------------MAVSALNMTPYFGGYPFQGQGRVNQLGGVFINGRPLP-----------------------------NHIRRQIVEMAAA--GVRP-CVISRQLR---VSHGCVSKIL-NRFQETGSIRP
Dm_Gsbn            --------------------MDMSSANSLRPLFAGYPFQGQGRVNQLGGVFINGRPLP-----------------------------NHIRLKIVEMAAS--GVRP-CVISRQLR---VSHGCVSKIL-NRYQETGSIRP
Dm_Prd             -------------MTVTAFAAAMHRPFFNGYSTMQDMNSGQGRVNQLGGVFINGRPLP-----------------------------NNIRLKIVEMAAD--GIRP-CVISRQLR---VSHGCVSKIL-NRYQETGSIRP
Hs_PAX4            -----------------------------------MHQDGISSMNQLGGLFVNGRPLP-----------------------------LDTRQQIVRLAVS--GMRP-CDISRILK---VSNGCVSKIL-GRYYRTGVLEP
Mm_Pax4            -----------------------------------MQQDGLSSVNQLGGLFVNGRPLP-----------------------------LDTRQQIVQLAIR--GMRP-CDISRSLK---VSNGCVSKIL-GRYYRTGVLEP
Hs_PAX6            ------------------------------------MQNSHSGVNQLGGVFVNGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Mm_Pax6            ------------------------------------MQNSHSGVNQLGGVFVNGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Bf_Pax6            --------------MPHKAWTLQRPADEHAQYSPVQADPGHSGVNQLGGVFVGGRPLP-----------------------------DSTRRKIVELAHQ--GARP-CDISRLLQ---VSNGCVSKIL-GRYYETGSIRP
Sk_Pax6            -----------------------------MMEFSTDSANGHSGVNQLGGVFVNGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Dr_Pax10           --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Toy             --------MMLTTEHIMHGHPHS---SVGQSTLFGCSTAGHSGINQLGGVYVNGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIKP
Od_Pax6            --------MEGLAAEDPMNRALTAQKNFYSALDFSGSDLGHSGVNQLGGAFVNGRPLP-----------------------------DSLRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-ARYYETGSIKP
Dm_Ey              GIAGKPSPTMEAVEASTASHRHSTSSYFATTYYHLTDDECHSGVNQLGGVFVGGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Dpse_Ey            GLGGKSATAMEAVDATTGAQPHSTSSYFTTTYYHLTDDECHSGVNQLGGVFVGGRPLP-----------------------------DSTRQKIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Cg_EKC31583        -------MFVSLTDDDTASNSVGSPDVDSPNSKKSRQKRGHSGVNQLGGVFVNGRPLP-----------------------------DSTRQRIVELAHS--GARP-CDISRILQ---VSNGCVSKIL-GRYYETGSIRP
Dm_Eyg             -------------STSPTSVQIPP---------GFGGGGSTGGIPHGAGGPTGSTLNT-----------------------------LMSQHRLLEFSRFG-GLRGY-DIAQHML---TQQGAVSKLL-------GSLRP
Md_Eyg             ------------PPLHPNVGLVPS---------GQIP-GSAIFTGGANGQPSPSTLSA-----------------------------LVSQQRLLELSRFS-GLRGY-DIAQHML---TQQGAVSKLL-------GSLRP
Dm_Toe             SPTAATTVLAQPHSLSPSTPILTQGAPPAAALGGIFCGGSA-AAGPGAAAAAATNLNA-----------------------------LASQHRLLELSRF--GLRGY-DLAQHML---SQQGAVSKLL-------GTLRP
Am_Eyg             TGVARPWEPPSPTFSQTRSHLFQVHPPHHHQH---PAAHHHQQMTVPPVSLIDGVSLQNCTAG----------------PFASGNGGGSSRQRLLELSHGLGALRHYNDLANHVLSLNQQGAVVTKLL-------GTLRP
Cbir_X777_10953    TGVTRPWEPPSPTFSQTRSHLLQVHPPHHHQH---PAAHHHQQMNVP-ASLIDGVNLQNCTAG----------------PFASGNSGGASRQRLIELSHGLGALRHYNDLANHVLSLNQQGAVVTKLL-------GTLRP
Nvit_Eyg           RTTESSSAGQQPSVARPWEHRHTAQPTAAQIAAVAAAHQHHQQHLPLAPALIEGISLPNCGAGLFSTSGTTSGAGGNSNNNSSSGGTGGSRQRMLELSHGLGALRHYNDLANHVLSLNQQGAVVTKLL-------GTLRP
Apis_LOC100165522  VSSLCRDMKTSPPDPAIVVGGTGTNMKLTLPLAACAPFSSNINGPTAITTAVAGRPPPSTSPSPSPSP-----ATLRELYAMAASQQHQQHSRLLELSNR---YRGYPEIAHHVF---NQQGAVTKLL-------GTLRP
Sk_Eygone          -------------------------------MDTTTVHPGLNGLPQLGGMFLNGRPLP-----------------------------DPLRHRIVELAHC--GIRP-CDISRQLL---ISHGSVSKMLAGRYYEMGAIRP
Spur_LOC574563     -----------------------------------MAMQGTLPPYGTFLPAEPGRLTA-----------------------------EDLRRGMVSMLPC--NSRA-CDLTHPLLS--IPQGYSGKLF-GRLYEPTPTRS
Cg_EKC38178        ---------------------------------MKLHENAPNLMSGFSSNSASPSGVG-----------------------------NDVAGKAALFRPY--ALPP-SPSVRYLDRTSPLPPVAHRVMWAPYIDSVIGNR
Ce_EYG-1           --------------------------------------------------MAAQQPLS--------------------------------QEQLLHFWGAH-NTMG-KMTRRTSQ---SDGGKPSGNSNA----------
Crem_EYG-1         --------------------------------------------------MASQQSLS--------------------------------QEQLLHFWGAH-NTMG-KMTRRNSQ---HEPGKPPGNSNS----------
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Ce_NPAX-3          -ACSPEQRKS------------------------------------------------------------RKRKSSMEGSAMEQSFIPVFVSMQDANGNEYLNEYYSIPVGNNDGSGYDYPVSI----------------
Ce_NPAX-4          -KACRTASCS---CPGSA--------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        -RACRTASCS---CPGYA--------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          -RSFRATENQ-ENDNATWQQ------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          -KDAKEGRTE----SPLVLAVRDYRSRLGMCRQSEIREQLIRDGVCTRDNAPS--RSSINHILRTKLDIKRRKKSLADE-------------------------------------------------------------
Dm_Poxn            -GSIGGSKTKQVATPTVVKKIIRLKEENSGMFAWEIREQLQQQRVCDPSSVPS--ISSINRILRNSGLWTDEMTSSQQNAAAAAA---------------------AAAAAAHQAGSGPSNGYGGQAPPPPVTV------
Md_Poxn            -GSIGGSKTKQVATPTVVKKIIRLKEENSGLFAWEIREQLQQQRICDPSSVPS--ISSINRILRNSGLWTDEMTSNQQNAAAAAAA--------------------AAASGNHTATTGSTAPYSLPNQLYSNSSNP----
Cc_Poxn            -GSIGGSKTKQVATPTVVKKIIRLKEENSGMFAWEIREQLQQQRICDPSSVPS--ISSINRILRNSGLWTDEMTSSQQSAAAAAAAAAQQMSSASYATQAQLYANSAAAAAAAAAAVGSSNSAGCPPPTADGGVVPTGTL
Sk_Poxn            -GNIGGSKPK-VATPLVVKKILQYKQENPSIFAWEIRDKLLQERVCDENTIPS--VSSINRILRNSTNSI-GDKDLIHSQLPPVLQTLPAP-------------------------------------------------
Ac_Poxn            -GSIGGSKPKQVATPLVVKKILDLKQQNPSIFAWEIRDQLLAQRICDETTIPS--VSSINRILRNAASSAAGDLSS----------------------------------------------------------------
Cg_EKC37735        -GSIGGSKPKQVATPYIIKRILDIKRQHPGSFAWEIRDQLLTLGICDEQNIPS--VSSINRILRNSGTFAL---------------------------------------------------------------------
Hs_PAX1            -GAIGGSKPR-VTTPNVVKHIRDYKQGDPGIFAWEIRDRLLADGVCDKYNVPS--VSSISRILRNKIGSLAQPGPYEASK----QPPSQPTLPYNHIYQYP---------------------------------------
Mm_Pax1            -GAIGGSKPR-VTTPNVVKHIRDYKQGDPGIFAWEIRDRLLADGVCDKYNVPS--VSSISRILRNKIGSLAQPGPYEASK----QPPPQPALPYNHIYQYP---------------------------------------
Hs_PAX9            -GAIGGSKPR-VTTPTVVKHIRTYKQRDPGIFAWEIRDRLLADGVCDKYNVPS--VSSISRILRNKIGNLAQQGHYDSYKQH--QPTPQPALPYNHIYSYP---------------------------------------
Mm_Pax9            -GAIGGSKPR-VTTPTVVKHIRTYKQRDPGIFAWEIRDRLLADGVCDKYNVPS--VSSISRILRNKIGNLAQQGHYDSYKQH--QPAPQPALPYNHIYSYP---------------------------------------
Eb_Pax1/9          -GAIGGSKPR-VTTPTVVNHIREYKQRDPGIFAWEIRDKLLADGVCDKYNVPS--VSSISRILRNKIGFLPQQSQFDAIKQSNVSLSVQPAIPYNSIYAYP---------------------------------------
Sk_Pax1            -GAIGGSKPR-VTTPTVVKHIKEYKRMDPGIFAWEIRDRLIADNVCDKYNVPS--VSSISRILRNKVGNNTIQHLQHSGYDPVKDHHRPMYN------------------------------------------------
Cg_EKC39574        -GAIGGSKPR-VTTPNVVKHIKMYKERDPGIFAWEIRDKLLADGVCDKYNVPS--VSSISRILRNKIGNNPTP-------------------------------------------------------------------
Dm_Poxm            -GAIGGSKPR-VTTPKVVNYIRELKQRDPGIFAWEIRDRLLSEGICDKTNVPS--VSSISRILRNKLGS-----------------------------------------------------------------------
Dm_Sv              -GVIGGSKPK-VATPPVVDAIANYKRENPTMFAWEIRDRLLAEAICSQDNVPS--VSSINRIVRNKAAEKAKH-------------------------------------------------------------------
Sk_Pax2            -GVIGGSKPK-VATPKVVDKIADYKRQNPTMFAWEIRDRLLAEAVCDNENVPS--VSSINRIVRNKMAEKATQQERLNG-------------------------------------------------------------
Cg_EKC36239        -GVIGGSKPK-VATPKVVDAITRYKHENPTMFAWEIRDRLLAEGVCTAENVPS--VSSINRIVRNKAAENAKQSPG----------------------------------------------------------------
Hs_PAX2            -GVIGGSKPK-VATPKVVDKIAEYKRQNPTMFAWEIRDRLLAEGICDNDTVPS--VSSINRIIRTKVQQPFHP-------------------------------------------------------------------
Mm_Pax2            -GVIGGSKPK-VATPKVVDKIAEYKRQNPTMFAWEIRDRLLAEGICDNDTVPS--VSSINRIIRTKVQQPFHP-------------------------------------------------------------------
Hs_PAX5            -GVIGGSKPK-VATPKVVEKIAEYKRQNPTMFAWEIRDRLLAERVCDNDTVPS--VSSINRIIRTKVQQPPNQ-------------------------------------------------------------------
Mm_Pax5            -GVIGGSKPK-VATPKVVEKIAEYKRQNPTMFAWEIRDRLLAERVCDNDTVPS--VSSINRIIRTKVQQPPNQ-------------------------------------------------------------------
Hs_PAX8            -GVIGGSKPK-VATPKVVEKIGDYKRQNPTMFAWEIRDRLLAEGVCDNDTVPS--VSSINRIIRTKVQQPFNL-------------------------------------------------------------------
Mm_Pax8            -GVIGGSKPK-VATPKVVEKIGDYKRQNPTMFAWEIRDRLLAEGVCDNDTVPS--VSSINRIIRTKVQQPFNL-------------------------------------------------------------------
Bf_Pax2/5/8        -GVIGGSKPK-VATPKVVEKIAEYKRQNPTMFAWEIRDRLLAEGICDNDTVPS--VSSINRIVRNKAAEKAKQ-------------------------------------------------------------------
Hs_PAX3            -GAIGGSKPKQVTTPDVEKKIEEYKRENPGMFSWEIRDKLLKDAVCDRNTVPS--VSSISRILRSKFGKGEEE-------------------------------------------------------------------
Mm_Pax3            -GAIGGSKPKQVTTPDVEKKIEEYKRENPGMFSWEIRDKLLKDAVCDRNTVPS--VSSISRILRSKFGKGEEE-------------------------------------------------------------------
Hs_PAX7            -GAIGGSKPRQVATPDVEKKIEEYKRENPGMFSWEIRDRLLKDGHCDRSTVPSGLVSSISRVLRIKFGKKEEE-------------------------------------------------------------------
Mm_Pax7            -GAIGGSKPRQVATPDVEKKIEEYKRENPGMFSWEIRDRLLKDGHCDRSTVPSGLVSSISRVLRIKFGKKEDD-------------------------------------------------------------------
Cg_EKC41820        -GVIGGSKPR-VATPEVEKKIEQYKRENPGIFSWEIRDRLLKEGICDRSSVPS--VSSISRVLRSKFQNIGSD-------------------------------------------------------------------
Sk_LOC100371646    -GTIGGSKPK-VATVEVEKRIEDYRKDNEGIFSWEIRERLLNEKICDQQNVPS--ISSISRILRHGNGRHKTN-------------------------------------------------------------------
Dm_Gsb             -GVIGGSKPR-VATPDIESRIEELKQSQPGIFSWEIRAKLIEAGVCDKQNAPS--VSSISRLLRGSSGS-----------------------------------------------------------------------
Dm_Gsbn            -GVIGGSKPK-VTSPEIETRIDELRKENPSIFSWEIREKLIKEGFADP---PS--TSSISRLLRGSDRGSEDG-------------------------------------------------------------------
Dm_Prd             -GVIGGSKPR-IATPEIENRIEEYKRSSPGMFSWEIREKLIREGVCDRSTAPS--VSAISRLVRGRDAPLDND-------------------------------------------------------------------
Hs_PAX4            -KGIGGSKPR-LATPPVVARIAQLKGECPALFAWEIQRQLCAEGLCTQDKTPS--VSSINRVLRALQEDQ----------------------------------------------------------------------
Mm_Pax4            -KCIGGSKPR-LATPAVVARIAQLKDEYPALFAWEIQHQLCTEGLCTQDKAPS--VSSINRVLRALQEDQ----------------------------------------------------------------------
Hs_PAX6            -RAIGGSKPR-VATPEVVSKIAQYKRECPSIFAWEIRDRLLSEGVCTNDNIPS--VSSINRVLRNLASEKQQ--------------------------------------------------------------------
Mm_Pax6            -RAIGGSKPR-VATPEVVSKIAQYKRECPSIFAWEIRDRLLSEGVCTNDNIPS--VSSINRVLRNLASEKQQ--------------------------------------------------------------------
Bf_Pax6            -RAIGGSKPR-VATPEVVAKIAQFKRECPSIFAWEIRDRLLSEGICTNENIPS--VSSINRVLRNLASGEKNTLQSL---------------------------------------------------------------
Sk_Pax6            -RAIGGSKPR-VATPPVVGKIAQFKRECPSIFAWEIRDRLLQEQVCTQDNIPS--VSSINRVLRTLAAEKNGP-------------------------------------------------------------------
Dr_Pax10           --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Toy             -RAIGGSKPR-VATTPVVQKIADYKRECPSIFAWEIRDRLLSEQVCNSDNIPS--VSSINRVLRNLASQKEQQAQ-----------------------------------------------------------------
Od_Pax6            -RAIGGSKPR-VATPEVVNKIADYKRECPSIFAWEIRDRLITENVCNTDNIPS--VSSINRVLRNFQNDKMVGSSPP---------------------------------------------------------------
Dm_Ey              -RAIGGSKPR-VATAEVVSKISQYKRECPSIFAWEIRDRLLQENVCTNDNIPS--VSSINRVLRNLAAQKEQQSTGSGSSSTSAGNSISAKVSVSIGGNVSNVASGSRGT------------------------------
Dpse_Ey            -RAIGGSKPR-VATAEVVSKISQYKRECPSIFAWEIRDRLLQENVCTNDNIPS--VSSINRVLRNLAAQKEQQNSGTSNSSTNTSTSANPTVNVNGTATSAQSQSGTRTT------------------------------
Cg_EKC31583        -RAIGGSKPR-VATPEVVGKIAQYKRECPSIFAWEIRDRLLSEGCCNQDNIPS--VSSINRVLRNLASENQKVMG-----------------------------------------------------------------
Dm_Eyg             PGLIGGSKPK-VATPTVVSKIEQYKRENPTIFAWEIRERLISEGVCTNATAPS--VSSINRILRNRAAERVATEFARTAAYGL--YP-----------------------------------------------------
Md_Eyg             PGLIGGSKPK-VATPTVVSKIEQYKRENPTIFAWEIRERLISEGVCTNATAPS--VSSINRILRNRAAERVANEFARTAAYGL--YP-----------------------------------------------------
Dm_Toe             PGLIGGSKPK-VATPTVVSKIEQYKRENPTIFAWEIRERLITEGVCTNATAPS--VSSINRILRNRAAERAAAEFARAASYGYAIHP-----------------------------------------------------
Am_Eyg             PGLIGGSKPK-VATPAVVAKIEQYKRENPTIFAWEIRERLISEGVCSNATAPS--VSSINRILRNRAAERAAAEFARAAGYG----------------------------------------------------------
Cbir_X777_10953    PGLIGGSKPK-VATPAVVAKIEQYKRENPTIFAWEIRERLISEGVCSNATAPS--VSSINRILRNRAAERAAAEFARAAGYG----------------------------------------------------------
Nvit_Eyg           PGLIGGSKPK-VATPAVVSKIEQYKRENPTIFAWEIRERLISEGVCSNATAPS--VSSINRILRNRAAERAAAEFARAAGYG----------------------------------------------------------
Apis_LOC100165522  PGLIGGSKPK-VATPAVVSKIEFYKRENPTIFAWEIREKLISEGVCTNGTAPS--VSSINRILRNRAAERAAAEFARAAGYG----------------------------------------------------------
Sk_Eygone          -GTIGGSKPK-VATPEVVSKIELYKQENPTIFAWEIRDRLISEGVCTNSTVPS--VSSINRILRNRAAERAAAEYAR---------------------------------------------------------------
Spur_LOC574563     -GAIGGSKPK-VATPAVVEKIESYKHENPTIFAWEIRDKLVADGVCTTSTVPS--VSSINRILRNRAAERAAAEYARA--------------------------------------------------------------
Cg_EKC38178        RSTIGGSKPK-VATPTVVMKIEEYKSGNPTIFAWEIRDKLLKEGICTQSNLPS--VSSINRIIRNRAADRTAMAYARMLNN-----------------------------------------------------------
Ce_EYG-1           -AGGAGTKPK-VATPQVVAKIEQYKRDNPTIFAWEIREKLISEDVCTTP--PS--VSSINRILRTRAAERAAEELQMILS------------------------------------------------------------
Crem_EYG-1         --GGAGTKPK-VATPQVVAKIEQYKRDNPTIFAWEIREKLISEAVCTTP--PS--VSSINRILRTRAAERAAEELQMILS------------------------------------------------------------
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Ce_NPAX-3          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          --------------------------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            --------------------------------APPTPAATPSIARYAKPPALMMNSAG--------------------------EMPIKPAPKMPPSMGH--------GHSHGL------------NPNVSGLDLSY-SA
Md_Poxn            ------------------------------LPPATMALASSYRYADINMPTASNTPAHAAAS----------------------EHPIKPSPK-HPMVGL--------GATPST-----------STPQLTPQDLSYSAA
Cc_Poxn            LHRASLTPLSTAHHAHTSTHLTAANAHPHNAAPHALTLPAQFRYSSAAAAAAAAAAMSANESNRGNNATTTQDARLLASPGSGVEMPIKPAPK-HPVAAHMTALTTAGGSTSALAQLSATVSSAVSTGHLSPQDLSY-AA
Sk_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Ac_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC37735        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX1            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax1            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX9            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax9            --------------------------------------------------------------------------------------------------------------------------------------------
Eb_Pax1/9          --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax1            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC39574        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxm            --------------------------------------------------------------------------------------------------------------------------LGHQHTPGTVMGSGSSSG
Dm_Sv              --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax2            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC36239        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX2            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax2            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX5            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax5            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX8            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax8            --------------------------------------------------------------------------------------------------------------------------------------------
Bf_Pax2/5/8        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX3            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax3            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX7            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax7            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC41820        --------------------------------------------------------------------------------------------------------------------------------------------
Sk_LOC100371646    --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Gsb             --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Gsbn            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Prd             --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX4            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax4            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX6            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Bf_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Dr_Pax10           --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Toy             --------------------------------------------------------------------------------------------------------------------------------------------
Od_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Ey              -----------------------------------------------------------------------------------------------------------------------------------LSSSTDLMQ
Dpse_Ey            -----------------------------------------------------------------------------------------------------------------------------------LSSGGDLMQ
Cg_EKC31583        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Eyg             --------------------------------------------------------------------------------------------------------------------------------------------
Md_Eyg             --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Toe             --------------------------------------------------------------------------------------------------------------------------------------------
Am_Eyg             --------------------------------------------------------------------------------------------------------------------------------------------
Cbir_X777_10953    --------------------------------------------------------------------------------------------------------------------------------------------
Nvit_Eyg           --------------------------------------------------------------------------------------------------------------------------------------------
Apis_LOC100165522  --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Eygone          --------------------------------------------------------------------------------------------------------------------------------------------
Spur_LOC574563     ----------------------------------------------------------------------------------------------------------------------------------------TEQA
Cg_EKC38178        --------------------------------------------------------------------------------------------------------------------------------------------
Ce_EYG-1           --------------------------------------------------------------------------------------------------------------------------------------------
Crem_EYG-1         --------------------------------------------------------------------------------------------------------------------------------------------
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Ce_NPAX-3          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          -----------------------------------------------------------------------------------------------------EEHDARYCKHLQDNTIRLFFSIENLLRNESTSSRIIYFS
Acey_NPAX-4        -----------------------------------------------------------------------------------------------------PSHDAKLCRHI--RTKRLLFSIENILRTDA--GSVIYFS
Ce_NPAX-1          ----------------------------------------------------------------------------------------------------------QQLKQQQKKEKPLPFSIERILSPDI-KKEIGTYP
Ce_NPAX-2          --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            LHKHWLWNPSLLYYTQAHIQAQAAASGGQFLPYA-GGYLPHAMAAAAASSTSALGGFTKSESSIDLSTPGAAGDALSDCDSGKSSPAALSLTASGGGNGAGSAPEASPGSTLSHSRKRNPYSIEELLKKPEKRLRL----
Md_Poxn            LQKHWFWNPSLLYYTQ-HVQA-----ATQFLPYA-ASHPGQTPTAAYFPASMHGGGYTKSESSIDLTTP-SAGDALSDCDSGKSSPATINLSSTSTSSCNNNA------TTNTNSRKRNPYSIEELLKKPEKRMRLSGTQ
Cc_Poxn            LHKHWLWHPSLLYYSTQHSQA-----ANHFLPYAQAQCPPYFHAASSGGGSSVIGGALSTEGTIDLVAH-SVGDALSDCDSGKSSPAT-SLNAAPTHAGSLSGGESSAHGNVTNCRKRNPYSIEELLKKPEKRMRLQAGG
Sk_Poxn            -----------------------------------------------------------------------------------------------TPQKPTDHTLAMSRLHGIHGGVNRSHSIEDILNQQQQQIVTSPLS
Ac_Poxn            -----------------------------------------------------------------------------------------------------------------------GHIGYDVMNRFAGPYSPPTLP
Cg_EKC37735        -----------------------------------------------------------------------------------------------------------------------GYNAEDLLGYQSMFGRYQGVP
Hs_PAX1            ----------------------------------------------------------------------------------YPSPVSPTGAKMGSHPGVPGTA----GHVSIPRSWPSAHSVSNILGIRTFMEQTGALA
Mm_Pax1            ----------------------------------------------------------------------------------YPSPVSPTGTKMGTHPGVPGSA----GHVSIPRSWPSAHSVSNILGIRTFMEQTGALA
Hs_PAX9            ------------------------------------------------------------------------------------SPITAAAAKVPTPPGVPAIP----GSVAMPRTWPSSHSVTDILGIRSITDQ----V
Mm_Pax9            ------------------------------------------------------------------------------------SPITAAAAKVPTPPGVPAIP----GSVALPRTWPSSHSVTDILGIRSITDQG---V
Eb_Pax1/9          ---------------------------------------------------------------------------------------GPMTSKVPSPACSVPGVGVGVGPMCIPR-WPSSHSVTDILGYRSALQAM----
Sk_Pax1            -------------------------------------------------------------------------------------------PLYPYPCGPGPANTKSITTNQAALRWPSSHSVHDILGFRHAGMMGQG--
Cg_EKC39574        ---------------------------------------TPISQGYDNKNPTIMTQPTAPAPIYNHQFYPYSCSTPSMPPVHSSQMPVSQPLAQLNPNKPPQPASNCVTPCMMRAWATSSHSVNDILGFRPPPMQQPMAP
Dm_Poxm            GGSVSSNGGQNNGTSASNNINLSNLGNPGGGPHHPHHHHHHQSAAAAASAHHVHAHAHAHA-HLYNSIYQPYSAAAAYSMKTPCGSPSPPQGAGGQGSVPHPHQLRSVAAAAAAAHWPSSHSVSDILAHHQAVALRASCQ
Dm_Sv              -------------------------VHHHQQHHVSQSLGGGHIATESVDSSTGTIGEPQPPTSNSSANSVNTNVSASASVHASIPTSGTDSVQVSVGHINANSNETTHINS-TAEQRTTGYSINGILGIQHGHHSHNNN-
Sk_Pax2            ----------------------------------------------------------------------------------------------SASSPITTASSPPTTITVTTDNDRCSYSINGILGIPGKAGT-----
Cg_EKC36239        ---------------------------------------------------------------------------------------------HTSPSVDTGSPPLSHQPSPNSEIQRAPYTITGILGIPQSQTAQTMVD
Hs_PAX2            -------------------------TPDG-------------------------------------AGTGVTAPGHTIVPST----------------------ASPPVSSASNDPVG-SYSINGILGIPRSNGE-----
Mm_Pax2            -------------------------TPDG-------------------------------------AGTGVTAPGHTIVPST----------------------ASPPVSSASNDPVG-SYSINGILGIPRSNGE-----
Hs_PAX5            -------------------------PVPAS------------------------------------SHSIVSTGS-----------------------------VT-QVSSVSTDSAGSSYSISGILGITSPSAD-----
Mm_Pax5            -------------------------PVPAS------------------------------------SHSIVSTGS-----------------------------VT-QVSSVSTDSAGSSYSISGILGITSPSAD-----
Hs_PAX8            -------------------------PMDSC------------------------------------VATKSLSPGHTLIPSSA---------------------VTPPESP-QSDSLGSTYSINGLLGIAQPGSD-----
Mm_Pax8            -------------------------PMDSC------------------------------------VATKSLSPGHTLIPSSA---------------------VTPPESP-QSDSLGSTYSINGLLGIAQPGND-----
Bf_Pax2/5/8        -------------------------SPHSPQQSPQGAGTPNSVGPMASGPVATSASN--------------------------------------------------NAPGSDSAQNGSSYSINGILGIHHSNPE-----
Hs_PAX3            --------------------------EA-----------------------------------------------------------------------------DLERKEAEESEKKAKHSIDGILSERASAPQS----
Mm_Pax3            --------------------------EA-----------------------------------------------------------------------------DLERKEAEESEKKAKHSIDGILSERASAPQS----
Hs_PAX7            ---------------------------------------------------------------------------------------------------------DEADKKEDDGEKKAKHSIDGILGDKGNRL------
Mm_Pax7            ---------------------------------------------------------------------------------------------------------EEGDKKEEDGEKKAKHSIDGILGDKGNRL------
Cg_EKC41820        --------------------------------------------------------------------------------------------------SEDEEPRPSDDISVNDNEKSSKYSIDGLLADDKSEKSE----
Sk_LOC100371646    ------------------------------------------------------------------------------------------------------EHEKVCRADGNAERAKNSHSIEGILNKR----------
Dm_Gsb             ---------------------------------------------------------------------------------------------------------------------GTSHSIDGILGGG----------
Dm_Gsbn            ---------------------------------------------------------------------------------------------------------------------RKDYTINGILGGR----------
Dm_Prd             -------------------------------------------------------------------------------------------------------MSSASGSPAGDGTKASSSCGSDVSGGH----------
Hs_PAX4            ----------------------GLPCTRLRSPAVLAPAVL----------------------------------------------------------------------------------------------------
Mm_Pax4            ----------------------SLHWTQLRSPAVLAPVLP----------------------------------------------------------------------------------------------------
Hs_PAX6            -------------------MGADGMYDKLRMLNGQTGSWG-------------------------------------------------------TRPGWYPGTSVPGQPTQD---------------------------
Mm_Pax6            -------------------MGADGMYDKLRMLNGQTGSWG-------------------------------------------------------TRPGWYPGTSVPGQPTQD---------------------------
Bf_Pax6            ------------------QSADPQMLEKLRLLNGN--AWP-------------------------------------------------------HPGPWPYPPSTAGAPPPQTN-------------------------
Sk_Pax6            -------------------MGGEPVFDKLRLLNGQ--TWP-------------------------------------------------------RTGPWYSTGPPPIPHNVPISTN-----------------------
Dr_Pax10           ------------------------------------------------------------------------------------------------------------------------------------------MY
Dm_Toy             -------------------QQNESVYEKLRMFNGQTGGWA-----------------------------------------------------------WYPSNTTTAHLTLPPAASV----------------------
Od_Pax6            -----------------------------------------------------------------------------------------------GSLSWSPDTTANWPFAANSSVDFGTPSADSTKDTSASSISAS---
Dm_Ey              TATPLNSSESGGASNSGEGSEQEAIYEKLRLLNTQHAAGPGPLEPARAAPLVGQ---SPNHLGT--RSSHPQLVHGN-HQALQQHQQQSWPPRHYS-GSWYPTSLS--EI--PISSAPNIASVTAYAS------GPSLAH
Dpse_Ey            TATPLNSSESGGASNSGEGSEQESIYEKLRLLNTQHAGGS--LDPA----IAIS---SPNHFGTNPHSSHPQLVHSQQHQQASQLQQASWPPRHYSTGSWYTSPLNGSEIPIPVSSGSSMTSVAVYAP------GSTTSQ
Cg_EKC31583        ---------------------QGAMYDKLGLLNGQNWPRTNPWYATNMGVPG----------------------------------------------------------------------------------------
Dm_Eyg             --------------------PPPHPYGSFTWHPAGNVPGG---------------------QGVPP-------------------------PPP-PSALWS---VA----------APTLANLP---PSAASAVPVSTCG
Md_Eyg             ----------------------PHPYGGFSWHPAAAAAAA---------------------STGG----------------------------S-SPHFWS--PAM--------SAGPALTTMP---PVSHSAS------
Dm_Toe             --------------------THPHPYTSFPTWPAHHPLWG-------AVPLATPPGGGPAGAGGAL-------------------------QPGGSGSSYGSDGNM--------SSNPNSSNSNTTHSNGHNTNSGSGCG
Am_Eyg             ------------------------------------------------------------------------------------LYAA-GPHPYFNSGHQHPTTSHHLPAGWPAPGAAAHPWMLPPLATGISG-------
Cbir_X777_10953    ------------------------------------------------------------------------------------LYAAAGPHPYFNS-HQHPTTSHHLPAGWPAPGATGHPWMLPPLATGISG-------
Nvit_Eyg           ------------------------------------------------------------------------------------LYAS-GPNPYFNSGQSQSQSQSQSQSAHQTSSHPTSGSWPGAPGAHAAHPWLFPGG
Apis_LOC100165522  ------------------------------------------------------------------------------------LYQVSHPYASFPWPPHPHGMWPGVATDGPSAVAAAVSSSGGLPMHHGPSGAS----
Sk_Eygone          -----------------------------------------------------------------------------------AAEQALYPHYPISWPHGVPFTAPPTISPYNLSASLASNSSGTSLYP-----------
Spur_LOC574563     YLRAYPELWSGCHGSQLFNPLSVAHALRLDKIQKTTSTFETSHSS----------------------------PGLPLQSGCCSASPPIDTNFGSTDAESSSSNTESRDVSQRVINDVKVEDSSSDVAFAPPSSSSHLTS
Cg_EKC38178        ----------------------------------------------------------------------------------------SLYQFPPPAPPLWSSMLSFPDPSTIYRPQHRSEEHTEMFKATQEFEPVCS--
Ce_EYG-1           --------------AQHLARP---RAQQVRLPPAFPFPFPLVWPGLLPNPAQLSLLLN----------------------------------------------------------------------------------
Crem_EYG-1         --------------AQHLARPPQMRPQQVRFPPTFPFPLPFVFPGLLPNPAQLSFLIN----------------------------------------------------------------------------------
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Ce_NPAX-3          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          KPPSYSTLEI----------------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        KAKDES--------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          RVISQ---------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            --------------------------------DSNRLECLESSSCESSQDSPVAPPLETPEDEDPAEAEEEQEEEDSVEVVN----------------------------------------------------------
Md_Poxn            SHLHSSASGALRLSPKKDDCNISLCSASSSHSNSSHISCVGDDSCD---EATTRSPLHNPANGN----NDAEENCETVEVVN----------------------------------------------------------
Cc_Poxn            SARQDNESSA----------------SSISSSGSSRSSC-CDDSGD-----ETRSQPAETLAADD--------CNDNVEVVN----------------------------------------------------------
Sk_Poxn            SSSFINTPLPTSTTMAMSPAAMQTSCASLTGDDKRLNGGLKRKRSVDEPHAWTTVMKGDNDKLAQSVNMNGATTMMSHPCTVTSPIPGTISGNVATSP-----AMKHTNDVIAPPAKKMCEVPAMTKLSPSMTTNLTTSD
Ac_Poxn            LFPLPAYPQGWYSHLPMPGLSYPRLVTPLLPEVEPESLTPRLVRCDGDSDFLSHHERKRKASASSSIENKVCKYEGDSKLAAMSPSQRLTPASTQNSGKDVDSDSDVKVADETRNINPFKMSFTNPDGIETSRDRIQCVS
Cg_EKC37735        SIAPPPCPEANGFSLAVPGLSYPKLVEQIN-DDRKDSEQSDDCDKETEGKGSSKHNERQKSNKDDDDEFKIEERFPSLAGKIRSVNSANIRNRTSPQHCAND-IYDNATTENVDGNKNPVEKTDDSPNETFLKHRSRHDT
Hs_PAX1            GSEGTA------YSPKMEDWAGVNRTAFPAT--PAVNGLEK-PALEADIKYTQSASTLSAVGGFLPACA---YPASNQHG---VYSAPGGGYLAPGPP-----WPPAQGPPLAPPGAGVAVHGGELAAAMTFKHPS--RE
Mm_Pax1            GSEGAA------YSPKMEDWAGVNRAAFPTS--PAVNGLEK-PALEADIKYTQSASSLSAVGGFLPACA---YPASNQHG---VYSAPAAGYLSPGPP-----WPPAQAPPLTPHGAGVAVHGGELAAAMTFKH----RE
Hs_PAX9            SDSSPY------HSPKVEEWSSLGRNNFPAAAPHAVNGLEK-GALEQEAKYGQAPNGLPAVGSFVSASSMAPYPTPAQVSPYMTYSAAPSGYV-AGHG-----WQHAGGTSLSP-------HNCDIPASLAFKGMQAARE
Mm_Pax9            SDSSPY------HSPKVEEWSSLGRNNFPAAAPHAVNGLEK-GALEQEAKYGQAPNGLPAVSSFVSASSMAPYPTPAQVSPYMTYSAAPSGYV-AGHG-----WQHAGSTPLSP-------HNCDIPASLAFKGMQAARE
Eb_Pax1/9          -GESAA------YPTKMEDWTSMSRAAFAGG-CAASALPEKATPLEPQLKYTQAH-----VSAYVPYGA----SGSLMAAEAPAWSAQG-----VGIG-----RIPTHPGELTAG------LTGLRFRTSSAREVEDTRE
Sk_Pax1            ------------------------------------------PDHQGPFAMYPDSTGHSHAASSLADYSRPPHHATTGYPGPADHQRSSMHCESVKAE------KSHLEGDTGKMSISPTDPSLPNVGSFVPSTLTISPY
Cg_EKC39574        HHQPLPQDNMGNLGQNYNMNYYAMKPTSVAPMYLQS--------------------------------------------------------------------------------------------------------
Dm_Poxm            VGVGVGGMGGMGSTVSPLPMTPSPVAGTAGGQPLLDCEGGAGQQSPYNYYMYFQNGGMHHHHHHGGMMAAGATGL-----------------------------------------------------------------
Dm_Sv              ------NNSSVNNNNNTESSCKRKRIEAHDENHDTNIHS-------------------------DNDDGKRQRM--STYSGDQLYTNIWSGKWCIK--DDHKLLAELGNLTASTGNCPATYYEASNGFSTTPISGSGATA
Sk_Pax2            --------------------EKRKRDSQSDHHESQAN----------------------GVISSPAMENDSRKRSRPTYTSEQIEALEKAFDRSHFP-ESASTGNYHDDMIVKNAYGRDDVI-QKNEQSANQGYQTLSPL
Cg_EKC36239        -----------------PNGNKRKREDQVPNGHEAEVKIEPNTGDMNIWYQAQPRPTKQARPENGTTDAQGMPHTLIINNAPMYPTGVPTNLPPNYN-AHFVTTTTTISGDVIKPQVGVEYTIASPAIGTVANSESQSTT
Hs_PAX2            ---------------------KRKRDEVEVYTDPAHIRGGGGLHLVWTLRDVSEGSVPNGDSQSGVDSLRKHLRADT-FTQQQLEALDRVFERPSYP-DVFQAS-EHIKSEQGNEYSLPALT-PGLDEVKSSLSASTNPE
Mm_Pax2            ---------------------KRKREEVEVYTDPAHIRGGGGLHLVWTLRDVSEGSVPNGDSQSGVDSLRKHLRADT-FTQQQLEALDRVFERPSYP-DVFQAS-EHIKSEQGNEYSLPALT-PGLDEVKSSLSASANPE
Hs_PAX5            -------------------TNKRKRDE-----------------------GIQESPVPNGHSLPGRDFLRKQMRGDL-FTQQQLEVLDRVFERQHYS-DIFTTT-EPIKPEQTTEYSAMASLAGGLDDMKANLASPTPAD
Mm_Pax5            -------------------TNKRKRDE-----------------------GIQESPVPNGHSLPGRDFLRKQMRGDL-FTQQQLEVLDRVFERQHYS-DIFTTT-EPIKPEQTTEYSAMASLAGGLDDMKANLTSPTPAD
Hs_PAX8            ---------------------KRKMDD-----------------------SDQDSCRLSIDSQSSSSGPRKHLRTDA-FSQHHLEPLECPFERQHYP-EAYASP-SHTKGEQGL-YPLPLLN-STLDDGKATLTPSNTP-
Mm_Pax8            --------------------NKRKMDD-----------------------SDQDSCRLSIDSQSSSSGPRKHLRTDT-FSQHHLEALECPFERQHYP-EAYASP-SHTKGEQGL-YPLPLLN-SALDDGKATLTSSNTP-
Bf_Pax2/5/8        ---------------------KVKREG--------------------------DRETGPAMENGMIVNGDPEQKRST-FTPDQLEALEQAFNRGHYPTDPFNRDNMSNKVDLSQTRVQDVK-------------------
Hs_PAX3            ------------------------------------------------------DEGSDIDSEPDLPLKRKQRRSRTTFTAEQLEELERAFERTHYP-DIYTREELAQRAKLTEARVQVWFSNRRARWRKQAGANQLMA-
Mm_Pax3            ------------------------------------------------------DEGSDIDSEPDLPLKRKQRRSRTTFTAEQLEELERAFERTHYP-DIYTREELAQRAKLTEARVQVWFSNRRARWRKQAGANQLMA-
Hs_PAX7            ------------------------------------------------------DEGSDVESEPDLPLKRKQRRSRTTFTAEQLEELEKAFERTHYP-DIYTREELAQRTKLTEARVQVWFSNRRARWRKQAGANQLAA-
Mm_Pax7            ------------------------------------------------------DEGSDVESEPDLPLKRKQRRSRTTFTAEQLEELEKAFERTHYP-DIYTREELAQRTKLTEARVQVWFSNRRARWRKQAGANQLAA-
Cg_EKC41820        ------------------------------------------------------DEESDCDSEPGLSVKRKQRRSRTTFTAEQLEELERAFERTHYP-DIYTREELAQRTKLTEARVQVWFSNRRARWRKQMGSNQISAL
Sk_LOC100371646    ----------------------------------------------------DEEPDYEPELQPDLPLKHKQRRCRTTFTCEQLEQLEKAFDRTHYP-DIYTREELAQRTGLTEARVQVWFSNRRARWRKQASFLPLNGY
Dm_Gsb             ------------------------------------------------AGSVGSEDESEDDAEPSVQLKRKQRRSRTTFSNDQIDALERIFARTQYP-DVYTREELAQSTGLTEARVQVWFSNRRARLRKQLNTQQVPS-
Dm_Gsbn            -----------------------------------------------------DSDISDTESEPGIPLKRKQRRSRTTFTAEQLEALERAFSRTQYP-DVYTREELAQTTALTEARIQVWFSNRRARLRKHSGGSNSGLS
Dm_Prd             ----------------------------------------------HNNGKPSDEDISDCESEPGIALKRKQRRCRTTFSASQLDELERAFERTQYP-DIYTREELAQRTNLTEARIQVWFSNRRARLRKQHTSVSGGAP
Hs_PAX4            -------------------------------------------------------TPHSGSETPRGTHPGTGHRNRTIFSPSQAEALEKEFQRGQYP-DSVARGKLATATSLPEDTVRVWFSNRRAKWRRQEKLKWEMQ-
Mm_Pax4            -------------------------------------------------------SPHSNCGAPRGPHPGTSHRNRTIFSPGQAEALEKEFQRGQYP-DSVARGKLAAATSLPEDTVRVWFSNRRAKWRRQEKLKWEAQ-
Hs_PAX6            -------GCQQQEGGGENTNS------------------------------ISSNGEDSDEAQMRLQLKRKLQRNRTSFTQEQIEALEKEFERTHYP-DVFARERLAAKIDLPEARIQVWFSNRRAKWRREEKLRNQRRQ
Mm_Pax6            -------GCQQQEGGGENTNS------------------------------ISSNGEDSDEAQMRLQLKRKLQRNRTSFTQEQIEALEKEFERTHYP-DVFARERLAAKIDLPEARIQVWFSNRRAKWRREEKLRNQRRQ
Bf_Pax6            -----------------------GNVT-TKKEGDGKLASQILTL-HGYQDQGDGSNDDSDEAQARLRLKRKLQRNRTSFTQEQIEALEKEFERTHYP-DVFARERLAAKIDLPEARIQVWFSNRRAKWRREEKLRNQRRS
Sk_Pax6            -------------GTTPTNTSSTEGLVCSKKDIDA--------GEISDHKDGTDASGDDDEAQARLRLKRKLQRNRTSFTQYQIETLEKEFERTHYP-DVFARERLAQKIDLPEARIQVWFSNRRAKWRREEKLRNQRRQ
Dr_Pax10           DNLTMLNLQNSSNWSGPNNWYHPADTITPQHGTDGCVEDLNVQMAGAGEGVVQGERDEVDDSQLHLQLKRKLQRNRTSFTQEQIDALEKEFERTHYP-DVFARERLAAKIDLPEARIQVWFSNRRAKWRREEKLRNQRRS
Dm_Toy             VTSPANLS-GQADRDDVQKRELQFSVEVS--HTNSHDSTSDGN--------SEHNSSGDEDSQMRLRLKRKLQRNRTSFSNEQIDSLEKEFERTHYP-DVFARERLADKIGLPEARIQVWFSNRRAKWRREEKMRTQRRS
Od_Pax6            ---------------------------------------------------DEDRVKEDPDIQARLQLKRKLQRNRTSFTQQQIESLESEFERTHYP-DVFARERLATKIGLPEARIQVWFSNRRAKWRREEKMRNQRPA
Dm_Ey              SLSPPNDIESLASIGHQRNCPVATEDIHLKKELDGHQSDETGSGEGENSNGGASNIGNTEDDQARLILKRKLQRNRTSFTNDQIDSLEKEFERTHYP-DVFARERLAGKIGLPEARIQVWFSNRRAKWRREEKLRNQRRT
Dpse_Ey            PLSPPNLA-GGGNHNHLSNCPMTTDDILLKKELDGHQSDETGSGEGENSNGGASNIGNSEDDQARLILKRKLQRNRTSFTNEQIDSLEKEFERTHYP-DVFARERLAGKIGLPEARIQVWFSNRRAKWRREEKLRNQRRT
Cg_EKC31583        ----------------------LPPSAYTHQPTPTLGMEKKNNDGSSSESNQSEGQNNETDEQLRLRLKRKLQRNRTSFTAAQIEALEKEFERTHYP-DVFARERLSQKIDLPEARIQVWFSNRRAKWRREEKLRNQRRE
Dm_Eyg             SLSSAHLMAGGAGGT------PTNR--AISPGSGSHDTLES-A---DENRHID---SD----YLDDDDEPKFRRNRTTFSPEQLEELEKEFDKSHYP-CVSTRERLSSRTSLSEARVQVWFSNRRAKWRRHQRMNLLKRQ
Md_Eyg             ----------VINVN------STSR--AISPSSGSHDTLES-P---DDSRHID---SD----YLDDDDEPKFRRNRTTFTPEQLEELEKEFDKSHYP-CVSTRERLSSRTSLSEARVQVWFSNRRAKWRRHQRMNLLKRR
Dm_Toe             DSSA-------GSGR------LSLP--ALSPDSGSRDSRSPDA---DANRMID---IEGEDSESQDSDQPKFRRNRTTFSPEQLDELEKEFDKSHYP-CVNTREKLAARTALSEARVQVWFSNRRAKWRRHQRVNLIKQR
Am_Eyg             -------AASALLLPPSLSPGAAAAAAAAASASAAGAPDHSLHA-DAIARGYL-QDGDGDEGSLDGSEQPKFRRNRTTFSPEQLEELEKEFERSHYP-CVSTRERLASKTSLSEARVQVWFSNRRAKWRRHQRMNLLKRS
Cbir_X777_10953    --------ASALLLPPSLSPGAAAAAAAAASASVAGSSEHALHAADAIARGYL-QDGDGDDGSLDGSEQPKFRRNRTTFSPEQLEELEKEFERSHYP-CVSTRERLASKTSLSEARVQVWFSNRRAKWRRHQRMNLLKRS
Nvit_Eyg           LPAGLAGPASALLLQPPLPSAAAAAAAAAAAAAAS--PEHALHAVDAIARGYLHQEGDGEDGSLDGSEQPKFRRNRTTFSPEQLEELEKEFERSHYP-CVSTRERLASKTSLSEARVQVWFSNRRAKWRRHQRMNLLKRS
Apis_LOC100165522  ---------------NKNTPLQQMINAHQPCGVMSSRDLMPRLLGDGSGGVDGCKDDMESVGSGSGSEQPKFRRNRTTFSPDQLDELEKEFDKSHYP-CVSTRERLAAKTSLSEARVQVWFSNRRAKWRRHQRMNKSRRS
Sk_Eygone          --------------------------TSLLNIPPMTSLRGIPTSSVPTFTTTSHKDETRKQEQ-TEEQKKKSRRSRTTFSGDQLDVLEKEFDKTHYP-CVNTREDLANKTHLSEARVQVWFSNRRAKWRRHKKIGSLPHP
Spur_LOC574563     SSSLMSSSSPSSSSSFSMDDFVNMSLLDCHNAAAAAAAKEMSMAAAAA-----------------SAERKKLRRSRTTFTQNQLAVLESDFEKTHYP-CVNTREELATKTSLSEARVQVWFSNRRAKWRRHKKMPSTSIP
Cg_EKC38178        ---------------------------------------------EEEKEITSKDTCTPKEDEETETSTSKLRRNRTTFTSQQLDLLEQSFQKAHYP-GVQTREELATKTNLSEARVQVWFSNRRAKWRRSQRFTFLHQT
Ce_EYG-1           --------------------------SGALAPPVQSGGAGGPGVF-GNSGQISVDSNLNLSEDDSTLGANARRLSRSTFTNEQLQSLEEVFLRDPYP-SPNERADLVKRTNLPEARIQVWFSNRRAKWRKTNANGSDRDE
Crem_EYG-1         --------------------------SGALSLPVQGAGGALIGSGGGSSGQVSVESNPSLSEDDSTLGANARRLSRSTFSNEQLQSLEEVFLREPYP-SQTERADLVKRTGLPEARIQVWFSNRRAKWRKTAAN--DRDE
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Ce_NPAX-3          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          --------------------------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Md_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Cc_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Poxn            NSYAHHRTFSRPDLPITTCGPVLMPPTMLHFHPPVTTASFTRPPHYQFPACNMSSDWGYTQLTAQHKH------------------------------------------------------------------------
Ac_Poxn            DDTCSVAGCSERSESPVDIDVVAEESEDCAESIKSNDTTNKLETIIRSSTPTLKRSAEVDTRPYYRRINSPSPTVTSPNSPTRNTVTSSELVMATESPS-TLTPVAATLKSPHVSTNSASGHPALLNPPALAVSTVLSGR
Cg_EKC37735        YFSTCLTNISSKAAREHSPSALYSSFYHPYARFGATSRGHDVTPYVIPRLCMLPDGLSAFSNSLLTHTDSKASTYSRSFDSHLLQSSLHMK-------------------------------------------------
Hs_PAX1            GSLPAPAARPRTPSVAYTDCPSRPRPPRGSSPRTRARRERQADPGAQVCAAAPAIGTGRIGGLAEEEASAGPRGARPASPQAQPCLWPDPPHFLYWSGFLGFSELGF---------------------------------
Mm_Pax1            GTDRKPPSPGGKATDALGSLHGLPIPASTS--------------------------------------------------------------------------------------------------------------
Hs_PAX9            GS-------HSVTASAL---------------------------------------------------------------------------------------------------------------------------
Mm_Pax9            GS-------HSVTASAL---------------------------------------------------------------------------------------------------------------------------
Eb_Pax1/9          GS-----TSPEWPGFAYGACPTGPWQNCPARVLMQAAYDLQSDGGKDFCS------------------------------------------------------------------------------------------
Sk_Pax1            HHPNPTYVPTYGATTAMSSSLGHSVWHSGNGFPCSSGTNLNSDVLRPAALAYKPVVTTSSCSVVENASHQHTNSMALIQSTQSS--------------------------------------------------------
Cg_EKC39574        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxm            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Sv              SGNDTSMLYDSITTISQTQSSIYTPAIGPSIGTGSLTPLVPISMHEMKLSAN-----SIQEQTVPPFYTALAFDGNYTSMTSLENCSSLVGQEHIVMPESSDSNTLCPISTRIVPDITETNSTRVKEPLTNSDGCSEDNN
Sk_Pax2            APVSMIQDVKPSIDRMVHSPPQQPIPSPYQTGSCIGGNPSPQSNLKMEATTSGPTTLTVLQPVASNNNMSGYMTDRPSLPQLPPANPPSGFQVGQYSGQSRDMSG----IHGYPPAAAAQ--SSYPSSTMSGLVPPLVLP
Cg_EKC36239        SNFVTSLGHQLGTEISVNAQTQDMKPIVVAVVTESQPPAQQEQFQEATNNTPTSSSTPTINNNNNTPPPKAGSPGSGGGANNLTELKPVQPTMSQSYTPLPSFSGQFSSQASSYNGSHATFPSQAVVGTVVQPLVISSGS
Hs_PAX2            LGSNVSGTQTYPVV------------------------------------------------------------------------------------TGRDM--ASTTLPGYPPHVPPTGQGSYPTSTLAGMVP-----
Mm_Pax2            LGSNVSGTQTYPVV------------------------------------------------------------------------------------TGRDM--TSTTLPGYPPHVPPTGQGSYPTSTLAGMVP-----
Hs_PAX5            IGSSVPGPQSYPIV------------------------------------------------------------------------------------TGRDL--ASTTLPGYPPHVPPAGQGSYSAPTLTGMVP-----
Mm_Pax5            IGSSVPGPQSYPIV------------------------------------------------------------------------------------TGRDL--ASTTLPGYPPHVPPAGQGSYSAPTLTGMVP-----
Hs_PAX8            LGRNLSTHQTYPVVADPHSPFAIKQETPEVSSSSSTPSSLSSSAFLDLQQVGSG---------------------VPPFNAFPHAASVYGQFTGQALLSGREM--VGPTLPGYPPHIPTSGQGSYASSAIAGMVA-----
Mm_Pax8            LGRNLSTHQTYPVVADPHSPFAIKQETPELSSSSSTPSSLSSSAFLDLQQVGSGGPAGA---------------SVPPFNAFPHAASVYGQFTGQALLSGREM--VGPTLPGYPPHIPTSGQGSYASSAIAGMVA-----
Bf_Pax2/5/8        ---------------------------------PSISCSTTSVAMTDTAPHVPTG----------------------------HYPVAVPGLPQSAVTPGRDMRDMNSTLPGYPPHAPPSNLSGQTGYPSNTMATGLVPP
Hs_PAX3            ----FNH------------------LIPG--------GFPPTAMPTLPTYQLS---ETSYQPTSIPQAVSDPSSTV------------HRPQPLPPS--------------------------------TVHQSTIPSNP
Mm_Pax3            ----FNH------------------LIPG--------GFPPTAMPTLPTYQLS---ETSYQPTSIPQAVSDPSSTV------------HRPQPLPPS--------------------------------TVHQSTIPSNA
Hs_PAX7            ----FNH------------------LLPG--------GFPPTGMPTLPPYQLP---DSTYPTTTISQDGGSTV---------------HRPQPLPPS--------------------------------TMHQGGLAAAA
Mm_Pax7            ----FNH------------------LLPG--------GFPPTGMPTLPPYQLP---DSTYPTTTISQDGGSTV---------------HRPQPLPPS--------------------------------TMHQGGLAAAA
Cg_EKC41820        NSILHLPQGGASSYLLHETTPSYPLPSVSDTLWHRNSMTHHLQNFSSLKTNDSAYAGLMENYLSHASQMHNLTNPTDSLASNWCSPVTSSVSALAYQTTTNHFNPHG---------------------------------
Sk_LOC100371646    SPWYPMATTGSVMPVSAGPPCVLPDTMHSFPSQDFSFLPPSHPSRLYQNSFYTQYNPPTFSLPSMPDLSTGSKSVVSGPVHQHVYQGQPEYVQSSLCKNPIVMNRPIIPPVSKSPVCSLPMIVNHPMTPTVTNTPCQPFP
Dm_Gsb             ----FAPTSTSFGATPTTSAAPAPNMGMS--------LYSSQSWPSSGAYENH---AAYGGSV-------------------------ASMSPASST--------------------------------SGTSSAAHSPV
Dm_Gsbn            PMNS-----GSSNVG---------------VGVGLSGATAPLGYGPLGVGSMAGYSPA---PGTTATGAGMNDGV------------------HHAAHAPSS--------------------------------HHSAAT
Dm_Prd             GGAAASVSHVAASSSLPSVVSSVPSMAPLAMMPGS-------LDPATVYQQQYDFYGS---HANISVSAAAPMASSNLSPGITTTPPHHHQF-YNPSANTAS--------------------------------YIMPGE
Hs_PAX4            ----LPG------------------ASQG--------LTVPRVAPGI-----------------------------------------ISAQQSPG--------------------------------------------
Mm_Pax4            ----LPG------------------ASQD--------LTVPKNSPGI-----------------------------------------ISAQQSPG--------------------------------------------
Hs_PAX6            A---SNT---------------PSHIPISSSFST-SVYQP-IPQPTTPVSSF-TSGS--------------MLGRTD--------------------------------------------TALTNT-------------
Mm_Pax6            A---SNT---------------PSHIPISSSFST-SVYQP-IPQPTTPVSSF-TSGS--------------MLGRTD--------------------------------------------TALTNT-------------
Bf_Pax6            QDSDSSS---------------PSRIPISSSFSTATMYQP-IAPPSAPVMSR----------------------SSH--------------------------------------------AGLTDS-------------
Sk_Pax6            MSSAPTSSSHLPINSSFTNSVYQPIPQPTTPMVPRTADSYSALPPVPSFSMATPPNLSGPRDTSSYSCMIPPSARSYEHHLSLGGYSS----------------------------------------------------
Dr_Pax10           GSSSSCSQ---------------THTPLSTSFNSP-VYHSHHSNSSGSMH-----------------------SRSDSSLSGYSSLSVFSSMQSLPSQ------------------------------------------
Dm_Toy             ADTVDGSGRTSTAN-------NPSGTTASSSVATSNNSTPGIVNSAINVAER-TSSALVSNSLPEASNGPTVLGG-E--------------------------------------------ANTTHT-------------
Od_Pax6            TSAHSNSYYPSIKTEHSTGSSPISGYPAMASGIPNSASAVSDVVNPAAYSGMHSMTQN----------------------------------------------------------------------------------
Dm_Ey              PNSTGASATSSSTSATASLTDSPNSLSACSSLLSGSAGGPSV--------ST-INGLSSPSTLSTNVNAPTLGAGIDSSE--SPTPIPHIRPSCTSDNDNGRQSEDCRRVCSPCPLGVGGHQNTHHIQSNGHAQ------
Dpse_Ey            PNSTGTSGTSSSTSANASLTDSPNSLGACSSLLSGNC--PSG--------NT-INGLASPNTLSTPA-----VGGVESTD--SPTPTLHLRSVGNSDSAGGQPQEDGSDACSPGLAISGQHSTHHHLA-HAHAHAHSHPH
Cg_EKC31583        VANGATRLPINGGFTNGMYPTIHQQIGTMAADTYSSMPTMPSYTLSSNNIQANPACLQSSNASSYSCMIPEYAPRSYDPL----SLSNYPRPSCNPAAGMQSHMTHNNHPSAASTGLISPGVSVPIQV------------
Dm_Eyg             RSSPANPLHSQQS---------ND-------APAS-SPTPSNHSSASTSA---------PVAPVPPPQQPLPLCGDH--SPQGPPPSVLLHP-LHGPPGGHHHHHPLHLPTHPAALQLLSHYHQQQQQQQQQQHQQQQQQ
Md_Eyg             SSPTGNTSTAHYS---------QQSLETCSNPTST-SPTPSTNSNASTCPNDQSSSITQQSHSAPPSSDPSLLPGHQAGQPVQPQPSLQAHM------SNMHSH--HGDPQSAAAALLLNHYHQQHQQLAKGQSPNLAMP
Dm_Toe             DSPSTSSSP-----------------------------TPLVNP---------------VVSPVSPIPVPVPVAVPESGQQKQPYPYSTSNM-CNTSSSSSNS-QPCNT-INPGS-----KMSSKTSSV----SSNQH--
Am_Eyg             PPPPPPPPPPPLQQQQQ------------------------------------------------------------------------------------------------------------------QQQQQQQQQ
Cbir_X777_10953    PPPPPPPPQPQPQQQQQ---------------------------------------------------------------------------------------------------------------------------
Nvit_Eyg           PPHHPASGTSGVPATSSIPTVPAVAAGQ-----------------------------------------------------------------------------------------------------------PQQQQ
Apis_LOC100165522  GVAAASTVSGGSSGSAAGTPTPPVVSPVAGAIGGPVG-------------------------------------------------------------------------------------------------------
Sk_Eygone          SPVQPSYPLYKPIPLNEPASSTVHVSEEKAKTLIP---------------------------------------------------------------------------------------------------------
Spur_LOC574563     HQVSHAHLPRMPLSSASTSMAAVGLLSHPYYQFYS---------------------------------------------------------------------------------------------------------
Cg_EKC38178        TYPVLPAFPSISLADGVRF-------------------------------------------------------------------------------------------------------------------------
Ce_EYG-1           LRAERSETDDALSISSQSPSPGGGQETGSDEGKKKTITLFKPYE------------------------------------------------------------------------------------------------
Crem_EYG-1         SRAERSETDDAMSNFSQSPSPGGQGSNSEDGGKKKTVTLFKPYE------------------------------------------------------------------------------------------------
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Ce_NPAX-3          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          --------------------------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          --------------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Md_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Cc_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Poxn            --------------------------------------------------------------------------------------------------------------------------------------------
Ac_Poxn            HHHHHQSHNFLESKLAFL----NSYTLAAHRFPGLALTPDPRLCLSHPRFLPLLGQSVSPISLRSPPSSGIASVYPLQLQEQRCALSSVPPT------------------------------------------------
Cg_EKC37735        --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX1            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax1            --------------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX9            --------------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax9            --------------------------------------------------------------------------------------------------------------------------------------------
Eb_Pax1/9          --------------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax1            --------------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC39574        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxm            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Sv              -KEPEKSNSSQSSDHIASPHLHHIGEEQLRGNRRSNLNASTHPSSLIPLQPSGGSSLLNINPSENRSDVELNLSNNVGLYSTPTVLPSFNHYSAGCSSVVPGSDYAYNPAYTQYGGAYGSYGYGTGSGLINSSYYYESGQ
Sk_Pax2            HA-------SASYSAREPTDYSTQFSSVPYTHAQYSSMSSMSSHYSDAWS--RYGS-TGLLSECQTYRHIDRQSHR----------------------------------------------------------------
Cg_EKC36239        YNPTNPPS----------GEYYNTAGTVPYTQYQ-----TAAYPADPAWT-MRYTNPTGILNTPYYYQTPVSGRNEPNTTVAASASPSKS--------------------------------------------------
Hs_PAX2            -----------------GSEFSGNPYSHPQYTA-----------YNEAW---RFSN-PALLSSPYYYSAAPRGSAPAAAAAAYDRH------------------------------------------------------
Mm_Pax2            -----------------GSEFSGNPYSHPQYTA-----------YNEAW---RFSN-PALLSSPYYYSAAPRGSAP--AAAAYDRH------------------------------------------------------
Hs_PAX5            -----------------GSEFSGSPYSHPQYSS-----------YNDSW---RFPN-PGLLGSPYYYSAAARGAAPPAAATAYDRH------------------------------------------------------
Mm_Pax5            -----------------GSEFSGSPYSHPQYSS-----------YNDSW---RFPN-PGLLGSPYYYSPAARGAAPPAAATAYDRH------------------------------------------------------
Hs_PAX8            -----------------GSEYSGNAYGHTPYSS-----------YSEAW---RFPN-SSLLSSPYYYSSTSRPSAPPTTATAFDHL------------------------------------------------------
Mm_Pax8            -----------------GSEYSGNAYSHTPYSS-----------YSEAW---RFPN-SSLLSSPYYYSSTSRPSAPPTSATAFDHL------------------------------------------------------
Bf_Pax2/5/8        IVLPSASNSYSSASTMSGSDYSSQFSGVPYTHAQY------SSHYNDAWNQMRYPT-PGILSSYPYYSSS-RGPATAAAAARQYST------------------------------------------------------
Hs_PAX3            DSSSAYCLPSTRHGFSS---------------YTDSFV---PPSGPSNPMNPTIGNGLSPQVMGLL----TNHGGVPHQPQTDYALSP-----LTGGLEPTTTVSASCS--------QRLDHMKSLD-------------
Mm_Pax3            DSSSAYCLPSTRHGFSS---------------YTDSFV---PPSGPSNPMNPTIGNGLSPQVMGLL----TNHGGVPHQPQTDYALSP-----LTGGLEPTTTVSASCS--------QRLEHMKNVD-------------
Hs_PAX7            AAADTSSAYGARHSFSS---------------YSDSFM---NPAAPSNHMNP-VSNGLSPQVMSIL----GNPSAVPPQPQADFSISP-----LHGGLDSATSISASCS--------QRADSIKPGD-------------
Mm_Pax7            AAADTSSAYGARHSFSS---------------YSDSFM---NPGAPSNHMNP-VSNGLSPQVMSIL----SNPSAVPPQPQADFSISP-----LHGGLDSASSISASCS--------QRADSIKPGD-------------
Cg_EKC41820        ----------------------------------------------------------------------------------------------------------------------YGDVTKSTLH------------
Sk_LOC100371646    SPPWVHTMPAGGQEPYQQVSQFSPKHGLYSSFM-----------------------------------------------------------------------------------------------------------
Dm_Gsb             QTQAQQPGTGSEFMTST---------------YGV------GSSNATYPS---AAYSMPQTPATS------------------------------------------------------AEQLRSQF-------------
Dm_Gsbn            AAAAAHHHTQMGGYDLVQSAAQ----------HG------------FPGGFAQPGHFGSQNYYHQDYSKLTIDD--FSKLTADSVSKISPSLHLSDNY--SKLEAPSNWSQAAYH-----AAANYNAHVA----------
Dm_Prd             NGNTTPTGNIIVSSYETQLGSV----------YGTE-----TETHQTMPRNESPNESVSSAFGQ------------LPPTPNSLSAVVSGAGVTSSSGANSGADPSQSLANASAGSEELSAALKVESVDLIAASQSQLYG
Hs_PAX4            ----------------------------------SVPTAALPALEPLGPSCYQLCWAT----------------------------------------------------------------------------------
Mm_Pax4            ----------------------------------SVPSAALPVLEPLSPSFCQLCCGT----------------------------------------------------------------------------------
Hs_PAX6            -YSALPPM----PSFTMA-----NNLPM-QPPVP----SQ----TS--SYSCMLPTSPS---------------------------------------------------------------------------------
Mm_Pax6            -YSALPPM----PSFTMA-----NNLPM-QPPVP----SQ----TS--SYSCMLPTSPS---------------------------------------------------------------------------------
Bf_Pax6            -YSSLPPV----PSFSVP-----GNMAP-MPSMQQ--SRD----QT--SYSCMIPHSTA---------------------------------------------------------------------------------
Sk_Pax6            ---------------------------------NSTHPIGQPPIQSHVSSACMTQTS-----------------------------------------------------------------------------------
Dr_Pax10           ---------------------------------------------STPTYSCMLPPSPSALP------------------------------------------------------------------------------
Dm_Toy             SSESPPLQPAA-PRLPLNSGFN-----TMYSSIPQPIATMAENYNSS---------------------------------------------------------------------------------------------
Od_Pax6            --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Ey              ---GHALVPAISPRLNFNSGSFG----AMYSNMHHTALSMSDSYGAVTPIPSFNHSAVGPLAPPSPIPQQGDLTPSSLYPCHMTLRPPPMAPAHHHIVPGDGGRPAGVGLGSGQSANLGASCSGSGYEVLSAYALPPPPM
Dpse_Ey            THTHSHALPAISPRLNFNSGSFSSSMSAMYSNMHHPALSMGDSYGSITPMPSFSHSSVGPLAPPSPLSQQRDLTPPSLYPCHMTLRPPPIAGPHHHLSPNDAGNSANV-----HSSNLGASNNGTGYEVISSYGLAPPPL
Cg_EKC31583        --------------------------------------------------------------------------------------------------------------------------------------------
Dm_Eyg             H------HQQQQQLSPSGCNPAANHLSMGGERSAFRSLVS----------------------------------------------------------------------------------------------------
Md_Eyg             ATSFGVLGSESHQQLAAAIATGSPTLSMGGEHSAFRSLVS----------------------------------------------------------------------------------------------------
Dm_Toe             -------MEEPAAAVATASPTASAPLSMGGENSAFRALPMTLPMPMT---------------------------------------------------------------------------------------------
Am_Eyg             QQQQQPPQPHSASGIEVNRASSCSIGGMGGESSAFRVVVTNSSSCSSSS-------------------------------------------------------------------------------------------
Cbir_X777_10953    ------PHSATSAMEIGQRTSSCSIAGMGGESSAFRAVVTNSTSRDTNLT------------------------------------------------------------------------------------DRPSER
Nvit_Eyg           PSQSS-------------HSAGGGARLGSGEKSAFRTV------------------------------------------------------------------------------------------------------
Apis_LOC100165522  ---------GPDGVGGPPCPAAVARCLGGGENSAFRSLMPQQHLHRQLIEQSYAASESSEEINVTTDDEDDEGGAVGSGGVCGVGVIDEPMDDGDGSNNSSSYNHNRNNDNNNNDGSGGGGDGDIDDDDDDGKTSLTSPA
Sk_Eygone          -----------------------------SSRSAFTAAPSPKITSPASSPLVIVSSPSPSAMTSSASISFSRRP------------------------------------------------------------------
Spur_LOC574563     ------ALQRPESFKPIELG-GSKMLKSSRVTSAFQPVTSDMVRPSMNSSS-----------------------------------------------------------------------------------------
Cg_EKC38178        ---SSFQTDARFMNKPSDISFSEEHDVIGSKESAFRRLKYPEERKSV---------------------------------------------------------------------------------------------
Ce_EYG-1           --------------------------------------------------------------------------------------------------------------------------------------------
Crem_EYG-1         --------------------------------------------------------------------------------------------------------------------------------------------
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Ce_NPAX-3          ------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-4          ------------------------------------------------------------------------------------------------------------------------------------
Acey_NPAX-4        ------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-1          ------------------------------------------------------------------------------------------------------------------------------------
Ce_NPAX-2          ------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxn            ------------------------------------------------------------------------------------------------------------------------------------
Md_Poxn            ------------------------------------------------------------------------------------------------------------------------------------
Cc_Poxn            ------------------------------------------------------------------------------------------------------------------------------------
Sk_Poxn            ------------------------------------------------------------------------------------------------------------------------------------
Ac_Poxn            ------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC37735        ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX1            ------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax1            ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX9            ------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax9            ------------------------------------------------------------------------------------------------------------------------------------
Eb_Pax1/9          ------------------------------------------------------------------------------------------------------------------------------------
Sk_Pax1            ------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC39574        ------------------------------------------------------------------------------------------------------------------------------------
Dm_Poxm            ------------------------------------------------------------------------------------------------------------------------------------
Dm_Sv              TQSPLTHDLRSPLVATRANSLASAASPGSGSACTKSESSDIFLA----------------------------------------------------------------------------------------
Sk_Pax2            ------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC36239        ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX2            ------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax2            ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX5            ------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax5            ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX8            ------------------------------------------------------------------------------------------------------------------------------------
Mm_Pax8            ------------------------------------------------------------------------------------------------------------------------------------
Bf_Pax2/5/8        ------------------------------------------------------------------------------------------------------------------------------------
Hs_PAX3            -------SLPT---SQSYCPPTYSTTGYSMDPVTGYQYGQYGQSKPWTF-----------------------------------------------------------------------------------
Mm_Pax3            -------SLPT---SQPYCPPTYSTAGYSMDPVTGYQYGQYGQSKPWTF-----------------------------------------------------------------------------------
Hs_PAX7            -------SLPT---SQAYCPPTYSTTGYSVDPVAGYQYGQYGQTAVDYLAKNVSLSTQRRMKLGEHSAVLGLLPVETGQAY---------------------------------------------------
Mm_Pax7            -------SLPT---SQSYCPPTYSTTGYSVDPVAGYQYSQYGQTAVDYLAKNVSLSTQRRMKLGEHSAVLGLLPVETGQAY---------------------------------------------------
Cg_EKC41820        ------------PYNSHIASVSSAERCAIDE-----------------------SLVALRMKSREHSAALSLMQVTDNKMSASF------------------------------------------------
Sk_LOC100371646    ------------------------------------------------------------------------------------------------------------------------------------
Dm_Gsb             ----------------ASAAASGSHHPSTWDSYNFAGSFFPPASAAGNHISGYHHQVDQKSSMMTTAPTYPYFGF---------------------------------------------------------
Dm_Gsbn            -------------------------QHQLNDYAAAAAHGN--PASAYSHPLPTQGQAKYWS-----------------------------------------------------------------------
Dm_Prd             GWSSMQALRPNAPLSPEDSLNSTSSTSQALDVTAHQMFHPYQHTPQYASYPAPGHAHSHHGHPHAPHPHAHPHPQYAGAHPHYPPPSSSAHFMPQNFNAAAFPSPSKVNYTTMPPQPFYPSWY---------
Hs_PAX4            ----------------------APERCLSDTPP----KACLKPCWDCG---------------SFLLPVIAPSCVDVAWPCLDASLAHHLIGGAGKATPTHFSHWP--------------------------
Mm_Pax4            ----------------------APGRCSSDTSS----QAYLQPYWDCQ---------------SL-LPVASSSYVEFAWPCLTTHPVHHLIGGPGQVPSTHCSNWP--------------------------
Hs_PAX6            ----------------------VNGRSYDTY-----TPPHMQTHMN--------------------SQPMGTSGTTSTGLISPGVSVPVQVPGS-EPDM--SQYWPRLQ-----------------------
Mm_Pax6            ----------------------VNGRSYDTY-----TPPHMQTHMN--------------------SQPMGTSGTTSTGLISPGVSVPVQVPGS-EPDM--SQYWPRLQ-----------------------
Bf_Pax6            ----------------------MTPRGYDSLALGSYNPTHAGHHVTTT------HPSHMQAPSMPGHSHMSHANGGSAGLISPGVSVPVQVPGAVTEEMTSQPYWPRIQ-----------------------
Sk_Pax6            ------------------GGHGGYGGKYLGLISP-------------------------------------------------GVSVPVQVPASAVDSSHTSQYWPRIQ-----------------------
Dr_Pax10           ----------------------PLSRKFDSSYT----SPHLPPPP-----------------------TASANTGFFAGVSAAGQTA-VQ-GGDQELGQGLSQYWTRLQ-----------------------
Dm_Toy             -----------LGSMT-PSCL-QQRDAYPYMFHDPLSLGSPYVSAHHRNTACNPSAAHQQPPQHGVYTNSSPMPSSNTGVISAGVSVPVQISTQNVSDLTGSNYWPRLQ-----------------------
Od_Pax6            -----------------------------------------------------SSGAYDPSYSCMLNSAFSTYSGNQADLLQNLMTPGLSMAQNLGSHQSHELYWPYR------------------------
Dm_Ey              ASSSAADSSFSAASSASANVTPHHTIAQESCPSPCSSASHFGVAHSSGFSSDPISPAVSSYAHMSYNYASSANTMTPSSA----SGTSAHVAPGKQQFFASCFYSPWV------------------------
Dpse_Ey            PSGGAADGSSSATA----NIAVSSHQIMEPRQSPCSPQHLGASIHSSGFATEAISSAVPSYAHMSYNYATAANNVPPSGGGNPVPGLNSHGASGKQQFFASCFYSPWV------------------------
Cg_EKC31583        ------------------------------------------------------------------------------------PGGGPQDMGGHHMGAMASQYWRGLQ-----------------------
Dm_Eyg             ------SPSAAAF-LGLARQYAVAASLTVAEE---QRSRLHYSAGGLGSGGEGTGPNTNT-TQSGGSTMTVDNSSSDSDEEINVHDDSDGEIE-SSAATAAKV---------ARLSSSDAPATLQFLKHDR-
Md_Eyg             ------TPSAAAFALGLARQYAVAASLSAADN---GKHLSAT--------------------SEQASKPVSINDSDSDDEEINVHDDSNDAEA-SFYSSASGS-----------EANQQPRVPMQLVKHER-
Dm_Toe             ----LPTASAAAFALSFARQYIAKYMGTPLNL---------------------------GHGSSPIQAQSGRDHQSEEREYEDEQEEEEVINVEHDAE----------------------------------
Am_Eyg             --RELSERMEKKVAESIARQPERKPSAFRMISQLVGEDSPSISNKSSSPASYEQRERHEASNVGSGIGAESRGKEELERVEDEEEDEEIDVQDSDQDV-------PSSPTVGAWRDHWTEQQPLELTKHDR-
Cbir_X777_10953    IDRLESAPKQPEKKPSAFRMISQLVGDDSSGLSR--PSSPVYEQRQGSGLGPRPGSAHRIRYDQ-----------------DEDEDEEIDVQDSDQDV-------PSSP-PVAWRDHWTDQQPLELTKHDR-
Nvit_Eyg           ---------ERAQKPSAFRAISQLLADDSESRRQQQQQ-------------------------------------QQQQPMEEDSED---------------EEIQVQDSPGAWRERWLEQQPLELTKHDR-
Apis_LOC100165522  PHHLHHNHHHHNNHHSRPRFGADRPPYFGHVMHTADPKRAVDIPNNNHHLPHHHHQHLHNNNNNNNHHSNNNNNSIQHHNSVLSTIASWREMAAFTALHHRALEQGAAKAAAAAAAAAAQPLQLTKYDKDRA
Sk_Eygone          ------------------------------------------------------------------------------------------------------------------------------------
Spur_LOC574563     ------------------------------------------------------------------------------------------------------------------------------------
Cg_EKC38178        ------------------------------------------------------------------------------------------------------------------------------------
Ce_EYG-1           ------------------------------------------------------------------------------------------------------------------------------------
Crem_EYG-1         ------------------------------------------------------------------------------------------------------------------------------------
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